were excluded from triggering MS2 events. All raw data was analyzed using MaxQuant (version 1.5.0.30) and its integrated search engine Andromeda. The first search was carried out with 20 ppm, whereas the main search used 4.5 ppm for precursor ions. Mass tolerance of MS/MS spectra were set to 20 ppm to search against an in silicodigested UniProt reference proteome for Homo sapiens (Jun 2014, 20265 proteins) and 262 common mass spectrometry contaminants. The minimum peptide length was set to 7. Label-free quantification was carried out using MaxLFQ with fast LFQ.
